
Figure S3 

X. laevis GHRH 
1 aatttcgcag accctccggc tgtaaggatt ctacagcttt gggaagcacg
51 ccattgtaga ggaagaagtt cagcaggact gactacacag tttttactgc

M R R T L C L L L L  H F A 
101 aaaaaaagaa ggATGCGCAG AACACTTTGC CTGTTGCTAC TCCATTTTGC

L C V Q C Y I F H P K Y S S Y Q
151 ATTATGTGTG CAGTGTTACA TCTTTCATCC AAAATACAGT TCTTACCAGA 

T P G D F N I E T I E P L Q S Q D 
201 CTCCAGGCGA CTTTAATATC GAGACAATTG AGCCCTTGCA AAGCCAAGAC 

W S S L D E K K E Y V R G L S E  N 
251 TGGTCATCTT TGGATGAGAA AAAGGAATAT GTCAGGGGAC TGTCAGAAAA 

R V E R H V D A I F T N T Y R K 
301 CAGGGTGGAA CGGCATGTGG ATGCCATATT CACTAACACA TACAGAAAAT 

F L G Q I S A R R Y L Q N  M M G K 
351 TCCTGGGGCA GATTTCAGCC AGGAGGTACC TGCAGAACAT GATGGGGAAA 

T L G Q D T Q K K A D P E D G V  L 
401 ACCCTGGGGC AGGATACCCA GAAAAAGGCA GATCCTGAAG ATGGTGTGCT 

G E E V I T L L S D S G I P D W
451 GGGGGAAGAA GTGATCACCC TACTGAGTGA CAGTGGGATT CCAGATTGGA

R A E E H R E T R L *
501 GGGCAGAAGA GCACCGTGAG ACCCGGCTAT AAactagaag cctacaggat
551 ccgtcatcaa atgttcagcc taatgcgtta attccgtgcc aacaaaatgg
601 acagcaatgg caacatacat gatagagcat tggtcattgt gatttctgag
651 ttggtaataa aatataacat tatggggcaa aaaaaactag gtcaagtttt
701 atgccaattc cctgttgaga aaaatcactt tttgcatcta atcaagaagc
751 agttgtacag aggtatttca taaaataaaa agttttagtg

Figure S3 cDNA and predicted amino acid sequences of xGHRH. The numbers on the left 
are the positions of the nucleotide sequences. The UTR sequences are in lower case. The 
coding sequences are in upper case. The mature peptide sequence is highlighted in bold 
letter. Potential peptide cleavage sites are in open boxes. Stop codon is represented by 
an asterisks. Xenopus laevis GHRH cDNA is 790 bps in length with a 112-bp 5’UTR, a 
420-bp ORF and a 258-bp 3’ UTR (supplemental data S3). Within the 140-amino acid 
xGHRH precursor protein, the N-terminal processing site (R at position 67) is conserved 
while the C-terminal site (GKT at position 95-97 or KK at position 104-105) is unclear. The 
mature xGHRH peptide may be 27- or 28-amino acid long, depending whether G at 95 is 
processed to the C-terminal amide, or 36-amino acid long (68 to 103, processing site KK 
at position 104-105). 


